ABSTRACT We provide complete circularized genome sequences of two mosquitoderived Elizabethkingia anophelis strains with draft sequences currently in the public domain (R26 and Ag1), and two novel E. anophelis strains derived from a different mosquito species, Anopheles sinensis (AR4-6 and AR6-8). The genetic similarity of all four mosquito-derived strains is remarkable.
polymerase using the DNA/polymerase binding kit P6v2 (Pacific Biosciences) and were then loaded on one SMRTcell (Pacific Biosciences) and sequenced with C4v2 chemistry (Pacific Biosciences) for 360-min movies on the RSII instrument (Pacific Biosciences). The reads were de novo assembled using PacBio's hierarchical genome assembly process (HGAP3 and SMRT Analysis 2.3.0). The resulting contigs were examined for overlap and circularized using Circlator (v1.2.1) (11) . Illumina reads of strains Ag1 and AR4-6 were mapped to these PacBio assemblies using CLC genomics workbench, and a consensus sequence was extracted. Assemblies for all four strains were compared with the Illumina/Opgen hybrid assemblies, and minor discrepancies were resolved. The complete circularized genomes were annotated by using the NCBI Prokaryotic Genome Annotation Pipeline v4.2.
The genomes of AR4-6 and AR6-8 are identical, with a genome size of 4,093,688 bp. The core genomes of all four mosquito-derived strains are closely related, forming a sublineage in lineage A of E. anophelis strains (12) . The genomes of Ag1, AR4-6, and AR6-8 contain an~35.3-kb phage insertion that is absent in R26.
Accession number(s).
The genomes of the strains have been deposited at DDBJ/ ENA/GenBank with the accession numbers CP023401 (R26), CP023402 (Ag1), CP023403 (AR6-8), and CP023404 (AR4-6).
ACKNOWLEDGMENTS
This work was supported by NIH grant SC1AI112786 and NSF award number 1633330 (to J.X.) and grant 81371848 from the National Natural Sciences Foundation of China (to Y.M.) and by CDC program funds designated for the study of emerging infectious agents.
The content is solely the responsibility of the authors and does not necessarily represent the official views of the National Institutes of Health and the National Science Foundation, the Centers for Disease Control and Prevention, or the National Natural Sciences Foundation of China. Mention of company names or products does not constitute endorsement.
